All-trans retinoic acid (ATRA) is a potent inducer of cell differentiation and growth arrest. Here, we investigated ATRA-induced regulatory cascades associated with growth arrest of the human hepatoma cell line HepG2. ATRA induced`2-fold changes in the expression of 402 genes including 55 linked to cell-cycle regulation, cell growth or apoptosis during 48 h treatment. Computational search predicted that 250 transcriptional regulatory factors (TRFs) could recognize the proximal upstream regions of any of the 55 genes. Expression of 61 TRF genes was significantly changed during ATRA incubation, providing many potential regulatory edges. We focused on six TRFs that could regulate many of the 55 genes and found a total of 160 potential edges in which the expression of each of the genes was changed later than the expression change of the corresponding regulator. RNAi knockdown of the selected TRFs caused perturbation of the respective potential targets. The genes showed an opposite regulation pattern by ATRA and specific siRNA treatments were selected as strong candidates for direct TRF targets. Finally, 36 transcriptional regulatory edges were validated by chromatin immunoprecipitation. These analyses enabled us to depict a part of the transcriptional regulatory cascades closely linked to ATRA-induced cell growth arrest.
All-trans retinoic acid (ATRA), a derivative of retinol (vitamin A), can regulate important biological processes such as cell differentiation and proliferation (1, 2) . ATRA binds to retinoic acid receptors (RARs), which are heterodimerized with the retinoid receptors (RXRs) and induces a protein conformational change to recruit coactivators leading to the transcriptional activation of their target genes (3, 4) . In the absence of the ligand, RAR/ RXR heterodimer binds to its specific DNA sequences, retinoic acid response elements (RAREs) composed typically of two direct repeats of a core motif, PuG(G/T)TCA, and represses their target genes through recruitment of the corepressors NCoR and SMRT (5, 6) . When ATRA binds to RAR, RAR/RXR can activate transcription of their target genes (3, 4) . Because each of the RAR genes has a recognition site for their own protein products in their regulatory region, once it is activated by ATRA, its expression is auto-activated (7) except for the RARG1 gene, one of the isoforms of RARG, which can repress the activation of RARE (8, 9) . Many genes have been reported as retinoic acid responsive genes (10) . However, how the transcriptional cascades and networks relevant to ATRAinduced biological events function remains unclear. Dynamic transcriptional regulation is a key event that leads to time-, tissue-and/or cell-specific eukaryotic gene expression in response to extracellular signals. Identification of the transcriptional regulatory edges consisting of transcriptional regulatory factors (TRFs) and their regulated genes is important for understanding the mechanisms of a given biological phenomenon. We have been working to establish a system to identify the regulatory edges by using overexpression or RNAi knockdown of the TRF genes triggering perturbation of their regulated genes and cross-linking-chromatin immunoprecipitation (X-ChIP) to confirm the interactions between TRFs and their target DNA elements (11, 12) . In the present study, we applied this experimental scheme in combination with time-course expression profiling to analyze the dynamic transcriptional regulatory cascades related to ATRAinduced biological events as a model system.
In human hepatoma-derived HepG2 cells, ATRA inhibits G1/S transition in the cell cycle and results in growth arrest (13) . We investigated the transcriptional regulatory cascades involved in the growth arrest of HepG2 cells induced by ATRA. First, the time-dependent ATRA-induced perturbation of gene expression was examined to extract the potential ATRA-responsive genes, which were then filtered according to gene ontology for cell-cycle regulation, cell growth or apoptosis. Second, TRFs that could regulate the filtered ATRA-responsive genes were selected by examining the location of their potential binding sites in the proximal upstream regions of their potential targets and their time-course expression profiles. Third, highly reliable edges were detected by RNAi knockdown of the selected six TRF genes and by quantifying the perturbation levels of their potential targets. Finally, X-ChIP analysis validated a number of direct and nondirect regulatory edges, leading to depiction of the transcriptional regulatory cascades linked to growth arrest of HepG2 cells.
MATERIALS AND METHODS

Reagents
ATRA and DMSO were purchased from Sigma (St Louis, MO, USA).
Cell culture and ATRA treatment
HepG2 cells were obtained from RIKEN Bioresource Center (Tsukuba, Japan) and cultured in Minimum Essential Medium Eagle (Sigma) with 1 mM sodium pyruvate (Sigma) supplemented with 10% fetal bovine serum at 378C in a 5% CO 2 and 95% atmosphere. HepG2 cells were seeded in 15 cm dishes and cultured for 24 h so that they would be 50% confluent at the time of ATRA treatment. Cells were washed with PBS twice, and then exposed to fresh medium with 50 mM ATRA dissolved in DMSO or with only DMSO. These cells were incubated at 378C in a CO 2 incubator for 72 h. Total RNAs were prepared at 6, 12, 24, 36 and 48 h and used for expression analysis. To investigate the cell growth rates, we counted viable cells by trypan blue exclusion assays at each time point.
siRNA transfection and RNA extraction
The synthetic siRNAs targeting human CEBPA, DDIT3, EGR1, RARA, RARB and SREBF1 were purchased from Invitrogen (Supplementary Table 1 ). Transfection of HepG2 cells with siRNAs (at a final concentration of 20 nM) in Opti-MEM medium (Invitrogen, Carlsbad, CA, USA) by using siPORT NeoFX (Ambion, Woodward, TX, USA) was done 24 h before ATRA treatment according to the manufacturer's protocol. We used Negative Control #1 siRNA (Ambion) as the control. Total RNA was extracted 48 h after siRNA administration from cells treated with ATRA or only DMSO with the NucleoSpin RNA II total RNA isolation kit (MachereyNagel, Germany) containing RNase-free DNaseI according to the manufacturer's instructions. The yield and purity of RNA were spectrophotometrically determined.
Microarray analysis
First-strand cDNA was synthesized from 500 ng of total RNA, then second-strand DNA was synthesized with DNA polymerase and used to degrade the RNA with RNase H simultaneously. After purification of the cDNA, this became a template for in vitro transcription with T7 RNA polymerase. In this step, multiple copies of biotinylated cRNA were produced. The purified cRNA was ready for hybridization. All steps were done with the Illumina RNA Amplification Kit (Ambion) according to the manufacturer's instructions. The concentration of the cRNA solution was determined by spectrophotometric measurement, and the size distribution of cRNA was evaluated using an Agilent 2100 Bioanalyzer. Next, cRNA was hybridized using Sentrix Human-6 Expression BeadChips (Illumina, San Diego, CA, USA) for gene expression profiling according to the manufacturer's instructions. Hybridization was done four times for each cRNA sample, and the signal intensity of each data set was cut off at <0.01 P-values. The data were analyzed with BeadStudio (Illumina), and genes with the expression ratio of ATRA-treated samples compared with DMSOtreated samples that showed >2-fold increase (>2.0) or decrease (<0.5) in signal intensity ratio were considered to be ATRA-modulated genes and the remaining genes were excluded for further examination. We registered all Illumina microarray data to CIBEX (DDBJ, accession number CBX36).
Search for potential transcription factor-binding sites
The upstream regions (2.2 kb) extending from À2000 to +200 relative to the transcription start sites of the ATRAmodulated genes were extracted from the UCSC database. We searched the proximal promoter region of transcription factor-binding sites using the MATCH program (14) of the Transfac database (Biobase) and the TESS program (http://www.cbil.upenn.edu/tess/techreports/1997/CBIL-TR-1997-1001-v0.0.pdf and http://www.cbil.upenn.edu/ tess?RQ=WELCOME for WEB searching). The cut-off to minimize false positive matches (minFP) was applied when searching the DNA sequences.
Quantitative real-time RT-PCR (qRT-PCR)
Total RNA was reverse-transcribed using Ex-script (Takara Bio, Shiga, Japan) with random 6mer primers. The resultant cDNAs were used as templates for PCR reaction with SYBR Premix Ex Taq Perfect Real Time (Takara Bio), 2. (12, 15) .
X-ChIP/quantitative real-time PCR (qPCR)
The procedures for X-ChIP were essentially as described elsewhere (11) with some modifications. The soluble chromatin was incubated with anti-CEBPA, DDIT3, EGR1, RARA, RARB, SREBF1 specific antibodies (sc-61, sc-7351, sc-189, sc-551, sc-552 and sc-17755, respectively; SantaCruz Biotechnology, Santa Cruz, CA, USA) for >12 h at 48C. The chromatin-antibody mixture was incubated with Dynabeads Protein G (Dynal Biotech, Oslo, Norway) for 1 h at 48C and the immunoprecipitates were captured using magnets. The recovered immunoprecipitates were washed once with IP wash buffer Low (2 mM EDTA, 20 mM Tris-HCl pH 8.0, 150 mM NaCl, 1% Triton X-100, 0.1% SDS), once with IP wash buffer High (2 mM EDTA, 20 mM Tris-HCl pH 8.0, 500 mM NaCl, 1% Triton X-100, 0.1% SDS), once with IP wash buffer LiCl (1 mM EDTA, 10 mM Tris-HCl pH 8.0, 250 mM LiCl, 0.5% NP-40, 0.5% sodium deoxycholate) and twice with TE buffer (10 mM Tris-HCl pH 8.0, 1 mM EDTA). The reversal of formaldehyde-induced cross links was carried out by heating at 658C for 3.5 h with 200 mM NaCl and RNaseI (Nippon Gene, Tokyo, Japan) treated at 658C for 0.5 h. The reversal cross-linked complexes were treated with 0.05 mg/ml proteinase K (Nippon Gene) at 458C for 1 h. Released DNA was extracted with phenol and phenol:chloroform:isoamyl alcohol (25:24:1), then ethanol-precipitated and dissolved in 100 ml of H 2 O. DNA obtained by ChIP with TRF-specific antibody, from the precipitates without any antibody and input DNA (total chromatin DNA) were used as templates for qRT-PCR. The PCR mixture contained 2 ml of DNA preparation, 200 nM of each of the specific primer sets, and SYBR Premix ExTaq (Takara) in a total volume of 10 ml. The specific primer sets were designed so as to amplify the DNA fragments surrounding the potential binding sequence of TRF detected as described in the analysis of consensus TRF binding sequences. These primer sequences are presented in Supplementary Table 4 . The PCR reaction was carried out under the same conditions as those for expression analysis.
RESULTS
ATRA-induced growth arrest of HepG2 cells
First, the concentration of ATRA to induce arrest of the growth of HepG2 cells was determined. HepG2 cells were cultured in the presence or absence of various concentrations of ATRA ranging from 10 to 50 mM, and the cell count was determined by trypan blue exclusion assay. 
Time-course analysis of ATRA-induced gene expression changes
To search for the genes affected by ATRA treatment, we comprehensively analyzed expression profiles at 6, 12, 24, 36 and 48 h after the start of incubation with the retinoid with Sentrix Human-6 Expression BeadChips covering about 47 300 different human transcripts. The time-course expression profiling data were grouped into three: two biological replicates, each of which consisted of two technical replicates, and the set of all the four replicates (two biological and two technical replicates). The data in each of these three groups were normalized independently. Only genes whose expression levels were significantly changed in two or all of the three groups were selected for further analysis. We identified 402 genes that were upregulated or downregulated in ATRA-treated cells >2-fold as compared with the levels of genes in DMSOtreated cells at any of the time points examined (Supplementary Table 5 ). In HepG2 cells, the growth arrest induced by ATRA was not accompanied by any change in the cyclin D1 expression level, whereas a reduction was observed in a previous study (16) . Instead, expression of cyclin D2 was increased at an early stage of ATRA treatment and the mRNA level remained high up to 48 h.
RARA and RARB genes were upregulated by ATRA, but the expression signal of the latter was not detected with the RNA sample prepared from the DMSO-treated cells. On the other hand, no detectable level of hybridization signals for RARG gene expression was obtained, indicating that its expression was very low even after ATRA induction in HepG2 cells. We then tried to analyze their expression levels by qRT-PCR and found that the mRNA level of RARB was greatly increased within 6 h after ATRA administration, but the RARG gene expression remained at very low levels throughout the 48-h cell culture with ATRA. ATRA significantly induced expression of 47 genes within 6 h. Because these immediate early genes may be the promising candidates for the direct targets of RARs, we examined whether they had a RARE in their upstream regions from À2000 to +200 bp relative to their transcriptional start sites. To search for potential RARbinding sites with the MATCH program of TRANSFAC (Table 1) , we used two kinds of matrix profiles (V$DR1_Q3 and V$DR4_Q2 with the accession numbers M00762 and M00965, respectively) defined on the basis of the sequence data including RAR-RXR heterodimerbinding sites. The genomic DNA sequences of two genes (MATND6 and Hs.508390) on the Sentrix Human-6 Expression BeadChips were not found in public DNA databases. This search detected 27 genes (60% of the 45 genes) that had a potential RAR recognition site in their proximal upstream regions (Table 1) .
To probe the cascades involved in the ATRA-induced cell growth arrest of HepG2, we selected 55 from 402 genes based upon their known relatedness to the processes of cell cycle, cell growth and/or apoptosis according to Gene Ontology ( Table 2 ).
Search of transcription factor genes involved in ATRA response
Next, we searched for the potential TRF-binding sites in the proximal upstream regions of the 55 selected ATRAinduced genes by using the MATCH program in TRANSFAC and detected them for a total of 250 different TRFs in the upstream regions of these genes. We then analyzed the time-dependent changes in the expression levels of these TRF genes. Among them, the expression levels of 109 TRF genes were high enough to be 
Forty-seven genes induced within 6 h after the start of ATRA treatment were detected by microarray analysis using Sentrix Human-6 Expression BeadChips. A search for the potential RAR binding sequences in their proximal upstream regions from À2000 to +200 bp relative to their transcriptional start sites was carried out with the MATCH program of TRANSFAC and the TESS program. Twenty-seven genes were found to have one or more RAREs. Two genomic sequences corresponding to the transcripts (MTND6 and Hs.508390) included in the Sentrix Human-6 Expression BeadChips were not found in public databases. The potential RAR-binding sites of the two genes with an asterisk were searched for using the TESS program because no RARE was detected in their proximal upstream regions by using TRANSFAC matrices.
estimated by microarray analysis. However, the BeadChips could not be used to evaluate the expression levels of 141 genes because their expressions were too weak to be detected effectively by this technique. Their levels were examined using qRT-PCR, and 62 genes were found to be poorly expressed in HepG2 cells either before or after ATRA treatment. Therefore, the remaining 79 genes were examined for the time-dependent changes in their expressions with qRT-PCR. We found that ATRA treatment changed the expression levels of 61 out of the 188 TRF genes (109 and 79 genes based on microarray and qRT-PCR data, respectively) >1.5-fold as compared with the control (only incubation with DMSO) at any of the time points tested (Table 3) . If a TRF regulates expression of some other genes, the time points when the expression levels of the regulated genes are changed are expected to be later than when the TRF gene expression is changed. Based on this assumption, we selected a total of 886 pairs of TRFs and their regulated genes from all combinations of 55 genes perturbed >2-fold by ATRA treatment and classified by GO as the genes related to the cell growth regulatory processes with 61 TRFs whose expression levels were changed >1.5-fold (based on the data of qRT-PCR analysis) before the 2-fold changes in the expression of the corresponding candidate regulated genes.
Validation of the regulatory relationships by expression perturbation upon knockdown of specific TRFs
To confirm the TRF-regulated gene pairs, we analyzed expression perturbation of the candidate-regulated genes by knockdown of the corresponding TRF genes. From a list of 61 TRFs, we chose six TRFs, RARA, RARB, CEBPA, DDIT3, EGR1 and SREBF1 having candidate regulated genes of 18, 18, 39, 26, 16 and 43, respectively (160 genes in total). All of these six TRFs are upregulated by ATRA treatment. Both RARA and RARB were chosen because the ATRA-induced regulatory cascades should originate from them. It was found that CEBPA and SREBF1 had many regulated gene candidates, 39 and 43 genes, respectively, and therefore were considered to play important roles in ATRA-induced regulatory cascades. DDIT3 (also known as CHOP-10) is a CEBP family member and known to be induced by stress leading to cell growth arrest and/or apoptosis (17) . It has been reported that EGR1 induces cell growth arrest and regulation of EGR1 is involved in the MAPK pathway (18), a master regulatory process of the G1 to S-phase transition (19) . Knockdown of the six TRF genes was performed twice by addition of 20 nM (final concentration) of specific siRNAs 24 h before the start of ATRA treatment. Expression of all these six TRF genes was repressed throughout the 48 h ATRA treatment (Figure 2) . We analyzed the expression levels of all of their regulated gene candidates at 6, 12, 24, 36 and 48 h after ATRA addition with qRT-PCR and selected 47 genes (9, 8, 13, 5, 2 and 10 genes for RARA, RARB, CEBPA, DDIT3, EGR1 and SREBF1, respectively) whose expression levels were changed >1.5-fold by siRNA targeting the respective The expression ratio represents the ratio of the expression level in the cells treated with ATRA to that in those incubated with only DMSO for the periods of time indicated. The four profiling data sets (two biological and two technical replicates) were categorized into three groups: each of the biological replicates and a sum of all the four replicates. Only data exhibited a P-value <0.01 were extracted and only genes whose expression levels were significantly changed in two or all of the three groups were selected. Results are the average of two or three groups of data analyzed. Genes with an asterisk were not assigned to any GO category, but are known to be related to cell growth or apoptosis (34, 35) . Expression levels of the genes not detected by microarray were analyzed using qRT-PCR. The expression ratio represents the ratio of expression levels in the cells treated with ATRA to that in those incubated with only DMSO for the periods of time indicated. Results are the average of two or three groups of data analyzed with Illumina microarrays and the average of four data sets (a combination of two sets of biological replicates) obtained by qRT-PCR analysis with SD values in parenthesis.
TRF as compared with negative control siRNA. On the basis that all of these six TRF genes were upregulated by ATRA treatment (Table 3) , we considered that genes regulated by each of these six TRFs would be reversely regulated by ATRA treatment and RNAi knockdown of the TRF gene. Knockdown of each of the six TRF genes led to detection of a total of 36 out of 160 genes (7/18, 6/18, 11/39, 3/26, 1/16, 8/43 for RARA, RARB, CEBPA, DDIT3, EGR1 and SREBF1, respectively) that clearly exhibited such a reverse regulatory pattern by ATRA treatment and knockdown of the respective TRF ( Figure 3 for several examples; Supplementary Table 6 ). These genes and the corresponding TRFs are strong candidates for direct transcriptional regulatory edges in the regulatory cascades related to ATRA-induced growth arrest. In addition, 11 other genes were significantly perturbed by a specific siRNA in either of the two experiments and showed the reverse regulatory pattern. Therefore, these genes were also selected as potential candidates for direct regulatory node.
Confirmation of the deduced edges by X-ChIP/qPCR
Next, we confirmed whether these candidate edges would be really direct or indirect ones by examining the physical binding of the TRFs to their regulated genes with X-ChIP/qPCR technique. The cross-linked DNA samples were extracted from HepG2 cells at five time points after ATRA or DMSO treatment, and these samples were immunoprecipitated with antibodies specific for each of the six TRFs. DNA fragments were liberated from the proteins, purified and used as templates for qPCR amplification. Primer sets that were specific to the DNA regions of the candidate regulated genes containing a potential recognition sequence for the TRFs were used. We determined the Ct-values of the specific DNA regions by using DNA samples recovered with or without the specific antibody to calculate the difference ÁCt as an indicator of the specific DNA fragment enrichment.
ÁCt-values >1.0 were evaluated as a positive binding of each TRF to its cognate DNA regions. Bindings of a total of 36 genes by any of the five TRFs were demonstrated (Table 4 ) and these genes could qualify as highly reliable direct regulatory edges. No significant chromatin binding was observed in X-ChIP/qPCR for SREBF1. This is due to the low specificity and/or affinity of the SREBF1 antibody used because it has failed to recover the positive control DNA region derived from the PPARG gene (data not shown). Integration of all the data obtained from time-course expression analysis with ATRA treatment, searching for the potential TRF recognition sequences, perturbation upon RNAi knockdown of TRFs and X-ChIP/qPCR enables us to depict the transcriptional regulatory cascades as shown in Figure 4 . To estimate statistical significance, we measured P-values with four replicates for each gene described in 'Time-course analysis of ATRAinduced gene expression changes' by a t-test. This analysis extracted 5593 and 2540 genes at all time points (6, 12, 24, 36 and 48 h) with the filters of P < 0.05 and 0.01, respectively. Selection based on GO classification left 425 and 192 genes with the filters of P < 0.05 and 0.01, respectively. Finally, 39 and 29 genes in 55 genes, which were extracted by our original analysis with the criterion of >2-fold perturbation and GO selection, were found in the 425 and 192 genes, respectively. We found 23 (85%) out of the 27 genes finally selected to depict the transcriptional cascades (Figure 4 ; RARB was excluded because its expression level was not assessed by microarray but by qRT-PCR, EGR1 and SREBF1 were excluded because GO did not suggest any relatedness of these TRFs to cell growth regulation) in the 39 genes with a P-value <0.05. This implies that four out of the 27 genes (15%) are left out of the most probable regulated genes that appear in the cascades. If we would apply P < 0.01 to a threshold, 10 genes (37%) would be omitted.
The thresholds of P = 0.05 and 0.01 correspond to the false discovery rates (FDR) or q-values of 0.058-0.153 and 0.030-0.086, which have been estimated by using QVALUE software (20) . Q-values were calculated based on P-values estimated with the data sets (four replicates of ATRA/DMSO-and DMSO-treated HepG2 cells) at the time points of 6, 12, 24, 36 and 48 h after the start of ATRA/DMSO and DMSO treatment. There are 163 uncharacterized genes (192 -29 genes) with a P-value <0.01. Although we have not yet searched for potential recognition sites for six selected TRFs in the neighboring DNA region of each of the 163 genes, they might contain a few genes to be regulated by these TRFs.
Knockdown of CEBPA gene induced growth arrest inhibition
If transcriptional regulation by a TRF is critical for the control of cell growth arrest, perturbation of its expression may lead to some phenotypic change. Therefore, we checked the growth of the cells treated with siRNA specific to each of the TRFs as the typical phenotypic change and found that the ATRA-induced growth arrest of HepG2 cells was suppressed when the CEBPA gene was repressed by a specific siRNA ( Figure 5 ). In sharp contrast, knockdown of any other of the five TRF genes did not cause any detectable phenotypic changes. In the present study, we identified several CEBPA-regulated genes ( Figure 4 ). Among them, we noted that ATRA markedly induced downregulation of PLAU, urokinase plasminogen activator gene, between 12 and 36 h after ATRA addition. In addition, PLAU was upregulated (>13-fold on average) by CEBPA knockdown (Figure 3) . Moreover, we found that PLAU had multiple binding sites for CEBPA in its proximal upstream region and demonstrated the CEBPA binding to the PLAU DNA region in vivo. These results indicate that ATRA-induced upregulation of CEBPA repressed PLAU expression during the growth arrest of HepG2 cells.
DISCUSSION
The present study revealed a part of the ATRA-induced transcriptional cascades related to the growth arrest of HepG2 cells. For investigation of the cascades, we used a combination of time-course comprehensive expression profiling, searching for TRF recognizable sequences, timecourse expression profiling of TRF genes and chromatinbinding assay. To probe the TRF-regulated genes, we noted the difference in the times for the changes in the mRNA levels of TRFs and their regulated genes. After a TRF gene is transcribed, the mRNA should be processed, exported from the nucleus, translated on cytoplasmic ribosomes and the resultant proteins return into the nucleus to promote transcription of its target genes. The extent of enrichment of DNA regions was calculated by using the following equation: ÁCt = Ct (sample recovered with antibody) À Ct (sample recovered without antibody). The data are the averages from two independent experiments. Therefore, there should be a time lag between the induction of the TRF gene and their regulated genes. For example, expression of EGR1 was markedly changed 36 h after ATRA treatment and the known EGR1-regulated gene TP53 changed its expression level by >1.5-fold at 48 h (Table 3) . This supports the idea that the TRF-regulated genes can be selected by noting the time lag between the abrupt change in the expression of the TRF gene in question and its regulated gene candidates.
The present study provides new insights into the mechanisms of cell growth arrest by ATRA. ATRA exhibits crosstalks with various signaling pathways such as PI3K/Akt (21), p38 MAPK pathway (22) and TGFb/ Smad pathway (23) . Cellular retinol-binding protein 1 (RBP1) inhibits in an ATRA-dependent manner the assembly of p85 and p110 subunits that form activated PI3 kinase (PI3K) leading to the activation of Akt (protein kinase B) (24) . We found that RBP1 gene was induced immediately after ATRA addition (Supplementary Table 5 ) as RARA and RARB were and had a RARE in its proximal upstream region ( Table 1 ), suggesting that it may be directly regulated by these RARs.
The complex of PLAU and its receptor interacts with integrin leading to signal transduction via the MAPK pathway that stimulates cell growth (25) . It has been reported that ATRA treatment increased the levels of expression of PLAU and its receptor in human epidermal keratinocyte (26) . In sharp contrast, we found that PLAU expression was repressed by ATRA treatment in HepG2 cells. We also demonstrated that PLAU was negatively regulated by CEBPA in HepG2 cells, where CEBPA gene expression is stimulated by ATRA leading to effective suppression of PLAU. On the other hand, the EGR1 gene is functionally implicated in cell proliferation and differentiation processes (27, 28) and plasminogen/plasmin regulates EGR1 expression via the MEK/ERK pathway (29) . Consistent with this, we found EGR1 induction at mid-late stage of ATRA-induced HepG2 cell growth arrest after the significant decrease of PLAU expression had started at an early stage. These results strongly suggest a multitiered regulatory network comprised of CEBPA, PLAU, plasminogen/plasmin, EGR1, integrin and MAPK pathway.
The p38 MAP kinase pathway is activated in an ATRAdependent manner in acute promyelocytic leukemia and breast carcinoma cell lines (22) . However, its direct regulator has not yet been identified. We found that p38d (MAPK13) expression was significantly increased in HepG2 cells by ATRA treatment (Table 2) . Moreover, our RNAi knockdown and X-ChIP/qPCR results offer evidence of the direct regulation of p38d MAPK by RARA and RARB. Interestingly, ATRA also markedly stimulates INHBE encoding activin bE and this gene was identified to be regulated by CEBPA. Specific inhibitors of the p38 kinase completely abolish the activin-mediated cell growth inhibition of human breast cancer T47D cells (30) . Therefore, we propose a cascade of ATRA stimulation of RARA, RARB and CEBPA genes, stimulation of p38 by RARs and activin-mediated activation of the MAPK leading to cell growth arrest.
CEBPA has been known as a target gene of GFI1 in promyelocytic KG-1 cells, monocytic cells and Jurkat T cells (31) . The transcriptional activity of GFI1 was regulated by GFI1B (32) . GFI1B and GFI1 are zinc finger transcriptional repressors, which in turn repress their own expression (32, 33) . Because GFI1B has a RARE in its regulatory region and its expression level was repressed for 48 h after ATRA treatment (Table 3) , it may be directly regulated by RARs. In our analysis, the GFI1 gene expression was repressed at 36 h and then CEBPA gene expression was significantly upregulated. These findings with literature information suggest a possible ATRA-GFI1B-GFI1-CEBPA transcriptional regulatory cascade.
We confirmed the growth arrest of HeLa cells by ATRA treatment as observed with HepG2 cells and found that several genes showed quite similar time-lapse expression patterns as found in HepG2 cells but several genes did not (our unpublished data). This finding suggests that some of the gene regulatory events occurred in HepG2 cells may be common (or partially common) to another cell types with different genetic background. The marked differences in the expressions of some genes between HepG2 and HeLa cells may be indicators of some different mechanism of cell growth arrest in these two cell types. Extensive investigation with HeLa cells by the same approach as applied to HepG2 cells could afford insights into the regulatory mechanisms relevant to cell growth arrest.
Our experimental approach focusing on the six TRFs successfully revealed the transcriptional regulatory cascades related to the growth arrest of HepG2 cells. Although these cascades are only a portion of the entire process, this approach could be applied to further elucidate the transcriptional regulatory events involved in the cell growth arrest. The present study also showed that RNAi knockdown of TRFs is a powerful tool for investigating dynamically changing transcriptional regulatory networks.
